We have selected a range of speakers that, together with the keynote speaker, will cover developments in a broad range of active research topics in modern biological data visualization, from genes to proteins to organisms to populations. The speakers include developers of visualization tools widely used in biology, as well as active users who apply visualization methods to discover new biological knowledge.
BIO
Born in Moscow, Dr. Dubchak was awarded her Ph.D. in Physics with emphasis on Crystallography and Computational Methods by the Russian Academy of Sciences. In the 1990's, during her postdoctoral training at the University of California in Berkeley, she quickly realized the potential of the emerging study of genomic data and switched to the fields of computational biology and bioinformatics. Since then, she has authored more than 100 academic articles and led a group that focuses on the analysis, organization, and visualization of large volumes of genomics information. Her team has developed a number of excellent visualization tools, including the VISTA family of programs for comparative genomics, which has become one of the major systems used by the biological community. The international popularity of the tools developed by Dr. Dubchak's lab can be attributed to innovative features, exceptionally user-friendly and modern interfaces, and meticulous attention to biological details. University (1990 University ( -1993 . Current Research Focus: "Our goal is to perform realistic molecular modeling studies relating to protein stability, function, and folding. Protein folding is one of the fundamental unsolved problems in molecular biology. A protein must assume a stable and precisely ordered conformation to perform its biological function properly. Although much is known of the structural details of the native folded conformation of proteins, very little is known about the actual folding process. An understanding of protein folding has important implications for all biological processes, including protein degradation, protein translocation, aging, and human diseases, including cancer and amyloid diseases. The solution to the protein folding problem also has applications in the human genome project and biotechnology. Given that protein folding is of such widespread importance to human health and the fact that experimental approaches only provide limited amounts of information on the structural transitions and interactions occurring during protein folding, we are using computer simulation methods in an attempt to delineate the important forces acting during this process. We have also become involved in biomaterial and biosensor design, making use of what we have learned in our structural, dynamics, and folding studies of well-studied globular proteins. Other areas of interest include: structural and dynamical consequences of amino acid mutations, hydrophobic hydration, force field and software development, and dynameomics.
